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MEDLINE on STN 
2003372847 MEDLINE 
PubMed ID: 12907724 

The bacterial transposon Tn7 causes premature 
polyadenylation of mRNA in eukaryotic organisms: TAGKO 
mutagenesis in filamentous fungi. 

Lo Clive; Adachi Kiichi; Shuster Jeffrey R; Hamer John E; 
Hamer Lisbeth 

Paradigm Genetics, Inc., 108 Alexander Drive, Research 
Triangle Park, NC 27709, USA. . clivelo@hkucc.hku.hk 
Nucleic acids research, (2003 Aug 15) 31 (16) 4822-7. 
Journal code: 0411011. ISSN: 1362-4962. 
England: United Kingdom 
Journal; Article; (JOURNAL ARTICLE) 
English 

Priority Journals 
200401 

Entered STN: 20030809 
Last Updated on STN: 20040130 
Entered Medline: 20040129 
TAGKO is a Tn7-based transposition system for genome wide mutagenesis in 
filamentous fungi. The effects of transposon insertion on the 
expression of TAGKO alleles were examined in Magnaporthe grisea and 
Mycosphaerella graminicola. Northern analysis showed that stable, 
truncated transcripts were expressed in the TAGKO mutants. Mapping of the 
3 1 -ends of TAGKO cDNAs revealed that they all contain Tn7 end 
sequences, regardless of the transposon orientation. 

Polyadenylation signals characteristic of eukaryotic genes, preceded by 
stop codons in all frames, are located in both ends of 
the bacterial transposon. Thus, TAGKO transcripts are 

prematurely polyadenylated, and truncated proteins are predicted to be 
translated in the fungal mutants. Depending on the extent of protein 
truncation, TAGKO mutations in HPD4 (encoding p-hydroxyphenylpyruvate 
dioxygenase) resulted in tyrosine sensitivity in the two fungi. 
Similarly, a particular M. grisea CBS1 (encoding cystathionine 
beta-synthase) TAGKO cDNA failed to complement cysteine auxotrophy in a 
yeast CBS mutant. TAGKO, therefore, represents a useful tool for in vivo 
study of truncated gene products in filamentous fungi. 
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WO 2003-FI285 W 20030414 

AB The present invention describes an in vitro transposition-based methodol. 
for generation of deletion derivs. of polypeptides. An artificial 
transposon containing at least partly within its transposon 
ends a modification with translation stop codons in 

three reading frames is provided. In the method, transposition complexes 
are assembled using the modified transposon and essentially 

random integrations into the target plasmid, containing a polypeptide coding 
nucleic acid of interest, are recovered as a plasmid pool. Subsequent 
manipulation steps including restriction enzyme digestions and ligation 
result in pools of mutant clones from which deletion derivs. of a 
polypeptide coding nucleic acid of interest and its resp. deletion 
polypeptides could be produced. 
REFERENCE COUNT: 6 THERE ARE 6 CITED REFERENCES AVAILABLE FOR THIS 

RECORD. ALL CITATIONS AVAILABLE IN THE RE FORMAT 
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CAPLUS COPYRIGHT 2006 ACS on STN 
2003: 616864 CAPLUS 
139:318350 

The bacterial transposon Tn7 causes 
premature polyadenylation of mRNA in eukaryotic 
organisms: TAGKO mutagenesis in filamentous fungi 
Lo, Clive; Adachi, Kiichi; Shuster, Jeffrey R. ; Hamer, 
John E.; Hamer, Lisbeth 

Paradigm Genetics, Inc., Research Triangle Park, NC, 
27709, USA 

Nucleic Acids Research (2003), 31(16), 4822-4827 
CODEN: NARHAD; ISSN: 0305-1048 
Oxford University Press 
Journal 
English 

TAGKO is a Tn7-based transposition system for genome wide mutagenesis in 
filamentous fungi. The effects of transposon insertion on the 
expression of TAGKO alleles were examined in Magnaporthe grisea and 
Mycosphaerella graminicola. Northern anal, showed that stable, truncated 
transcripts were expressed in the TAGKO mutants. Mapping of the 3' -ends 
of TAGKO cDNAs revealed that they all contain Tn7 end 
sequences, regardless of the transposon orientation. 

Polyadenylation signals characteristic of eukaryotic genes, preceded by 
stop codons in all frames, are located in both ends of 
the bacterial transposon. Thus, TAGKO transcripts are 

prematurely polyadenylated, and truncated proteins are predicted to be 
translated in the fungal mutants. Depending on the extent of protein 
truncation, TAGKO mutations in HPD4 (encoding p-hydroxyphenylpyruvate 
dioxygenase) resulted in tyrosine sensitivity in the two fungi. 
Similarly, a particular M. grisea CBS1 (encoding cystathionine 
p-synthase) TAGKO cDNA failed to complement cysteine auxotrophy in a 
yeast CBS mutant. TAGKO, therefore, represents a useful tool for in vivo 
study of truncated gene products in filamentous fungi. 
REFERENCE COUNT: 33 THERE ARE 33 CITED REFERENCES AVAILABLE FOR THIS 
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PREV200300564228 

The bacterial transposon Tn7 causes premature 
polyadenylation of mRNA in eukaryotic organisms: TAGKO 
mutagenesis in filamentous fungi. 

Lo, Clive [Reprint Author]; Adachi, Kiichi; Shuster, 
Jeffrey R. ; Hamer, John E.; Hamer, Lisbeth 

Department of Botany, The University of Hong Kong, Pokfulam 
Road, Hong Kong, China 
clivelo@hkucc . hku . hk 

Nucleic Acids Research, (August 15 2003) Vol. 31, No. 16, 
pp. 4822-4827. print. 
ISSN: 0305-1048 (ISSN print). 
Article 
English 

Entered STN: 3 Dec 2003 
Last Updated on STN: 3 Dec 2003 
TAGKO is a Tn7-based transposition system for genome wide mutagenesis in 
filamentous fungi. The effects of transposon insertion on the 
expression of TAGKO alleles were examined in Magnaporthe grisea and 
Mycosphaerella graminicola. Northern analysis showed that stable, 
truncated transcripts were expressed in the TAGKO mutants. Mapping of the 
3' -ends of TAGKO cDNAs revealed that they all contain Tn7 end 
sequences, regardless of the transposon orientation. 

Polyadenylation signals characteristic of eukaryotic genes, preceded by 
stop codons in all frames, are located in both ends of 
the bacterial transposon. Thus, TAGKO transcripts are 

prematurely polyadenylated, and truncated proteins are predicted to be 
translated in the fungal mutants. Depending on the extent of protein 
truncation, TAGKO mutations in HPD4 (encoding p-hydroxyphenylpyruvate 
dioxygenase) resulted in tyrosine sensitivity in the two fungi. 
Similarly, a particular M. grisea CBS1 (encoding cystathionine 
beta-synthase) TAGKO cDNA failed to complement cysteine auxotrophy in a 
yeast CBS mutant. TAGKO, therefore, represents a useful tool for in vivo 
study of truncated gene products in filamentous fungi. 
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The bacterial transposon Tn7 causes premature 
polyadenylation of mRNA in eukaryotic organisms: TAGKO 
mutagenesis in filamentous fungi 

Lo C (Reprint); Adachi K; Shuster J R; Hamer J E; Hamer L 
Univ Hong Kong, Dept Bot, Pokfulam Rd, Hong Kong, Hong 
Kong, Peoples R China (Reprint); Univ Hong Kong, Dept Bot, 
Hong Kong, Hong Kong, Peoples R China; Paradigm Genet Inc, 
Res Triangle Pk, NC 27709 USA 
Peoples R China; USA 

NUCLEIC ACIDS RESEARCH, (15 AUG 2003) Vol. 31, No. 16, pp. 
4822-4827. 
ISSN: 0305-1048. 

OXFORD UNIV PRESS, GREAT CLARENDON ST, OXFORD OX2 6DP, 
ENGLAND. 

Article; Journal 
English 
33 

Entered STN: 5 Sep 2003 
Last Updated on STN: 5 Sep 2003 
^ABSTRACT IS AVAILABLE IN THE ALL AND I ALL FORMATS* 
TAGKO is a Tn7-based transposition system for genome wide mutagenesis 
in filamentous fungi. The effects of transposon insertion on 
the expression of TAGKO alleles were examined in Magnaporthe grisea and 
Mycosphaerella graminicola. Northern analysis showed that stable, 
truncated transcripts were expressed in the TAGKO mutants. Mapping of the 
3' -ends of TAGKO cDNAs revealed that they all contain Tn7 end 
sequences, regardless of the transposon orientation. 

Polyadenylation signals characteristic of eukaryotic genes, preceded by 
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stop codons in all frames, are located in both ends of 
the bacterial transposon. Thus, TAGKO transcripts are 

prematurely polyadenylated, and truncated proteins are predicted to be 
translated in the fungal mutants. Depending on the extent of protein 
truncation, TAGKO mutations in HPD4 (encoding p-hydroxyphenylpyruvate 
dioxygenase) resulted in tyrosine sensitivity in the two fungi. 
Similarly, a particular M.grisea CBS1 (encoding cystathionine 
beta-synthase) TAGKO cDNA failed to complement cysteine auxotrophy in a 
yeast CBS mutant. TAGKO, therefore, represents a useful tool for in vivo 
study of truncated gene products in filamentous fungi. 



